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pression (Robert et al.), 2363- 
2374 

Arabidopsis thaliana 

AG gene family (Ma et al.), 484-495 
cop1 photoregulatory locus (Deng et 
al.), 1172-1182 

Arginine-rich peptides, RNA-protein 
recognition (Calnan et al.), 201— 
210 

ARS activity, S. cerevisiae, importance 
of proteins Mcm2 and Mcm3 
(Yan et al.), 944-957 

Ascospore formation, A. nidulans, tubB 
alpha-tubulin gene (Kirk and 
Morris), 2014-2023 

Aspergillus nidulans 

rodA, a new developmental gene 
(Stringer et al.), 1161-1171 

sexual development, tubB alpha-tubu- 
lin (Kirk and Morris), 2014~— 
2023 

Asymmetric cell division, C. elegans 
(Way et al.), 2199-2211 

ATP, effect of on [U4/U6.U5] tri-snRNP 
complexes (Behrens and Lihr- 
mann), 1439-1452 

ATP-independent splicing complex, 
commits pre-mRNA to spliceo- 
some assembly pathway 
(Michaud and Reed), 2534-2546 

Autoregulation 


Drosophila Dfd homeotic selector 
gene (Regulski et al.), 278-286 
Drosophila, eve segmentation gene 
(Jiang et al.), 265-277 
Auxin inactivation, in transgenic to- 
bacco plants (Romano et al.), 
438-446 
Avian leukemia virus E26, v-myb and 
v-ets oncogenes (Metz and 
Graf), 369-380 
Avian sarcoma virus, control of balanced 
RNA splicing (Fu et al.), 211-220 
Axial patterning, Xenopus embryos, con- 
tribution by endogenous reti- 
noids (Altaba and Jessell), 175- 
187 


B 


B cells 
development, and transcription factor 
E47 (Schlissel et al.), 1367-1376 
LR1 DNA-binding activity (Williams 
and Maizels), 2353-2361 
B52 protein, Drosophila, borders tran- 
scriptionally active chromatin 
(Champlin et al.), 1611-1621 
Bacillus subtilis 
ftsZ and septation (Beail and Lutken- 
haus), 447-455 
sporulation gene spoIVB (Cutting et 
al.), 456-466 
Bacteriophage 
lambda, nut site RNA (Nodwell and 
Greenblatt), 2141-2151 
T4, nrdB intron (Eddy and Gold), 
1032-1041 
Bcd. See Bicoid 
Beta-interferon (beta-IFN), novel repres- 
sor of PRDI-BFl expression 
(Keller and Maniatis), 868-879 
Beta-tropomyosin pre-mRNA, alterna- 
tive splicing of (Guo et al.), 
2096-2107 
Bicoid (bcd) mRNA localization, Droso- 
phila, role of exu gene in (Mac- 
donald et al.), 2455-2466 
Binary switch gene, Drosophila sex le- 
thal (Sx1) (Bopp et al.), 403-415 
Bovine papillomavirus type 1 (BPV-1), E2 
trans-activator protein, activa- 
tor and repressor (Dostatni et 
al.), 1657-1671 
BPV-1. See Bovine papillomavirus type 1 
Branchpoint/polypyrimidine tracts, com- 
petition between determines 
exon selection (Mullen et al.}, 
642-655 
bZIP 
domain, in maize opaque-2 mutant 
(Aukerman et al.}, 310-320 
proteins, DNA-binding protein, C/EBP 
(Cao et al.), 1538-1552 





C 


c-erbA, thyroid hormone (T3/T4) recep- 
tor (Disela et al.), 2033-2047 
c-fos proto-oncogene 
activation of (Metz and Ziff), 1754— 
1766 
deadenylation of mRNA (Shyu et al.), 
221-231 
RNA transcripts, nuclear localization 
of (Huang and Spector), 2288— 
2302 
c-kit proto-oncogene, function in mela- 
noblast progenitors (Ray et al.), 
2265-2273 
c-myc mRNA, rapid turnover of (Wis- 
dom and Lee), 232-243 
c-src mouse gene, neural-specific splic- 
ing of N1 exon (Black), 389-402 
C/EBP-related protein family, and leu- 
cine zipper dimers (Williams et 
al.), 1553-1567 
Caenorhabditis elegans 
dominant-negative ras mutations 
(Han and Sternberg), 2188-2198 
heterochronic gene regulation (Arasu 
et al.), 1825-1833 
lin-14 gain-of-function mutations 
(Wightman et al.), 1813-1824 
Calmodulin genes, T. brucei, homolo- 
gous recombination (Eid and 
Sollner-Webb), 2024-2032 
cAMP 
induction of transcription factor rN- 
FIL-6 (Metz and Ziff), 1754— 
1766 
receptor gene, Dictyostelium (Saxe III 
et al.), 1-8 
targeting of CARI gene (Sun and 
Devreotes), 572-582 
signaling pathway, glucose repression 
of S. pombe fbp1 transcription 
(Hoffman and Winston}, 
561-571 
and spatial expression of Dictyostel- 
ium ras gene (Dd-ras) (Esch and 
Firtel), 9-21 
CaMV. See Cauliflower mosaic virus 
Cap, functions synergistically with 
poly(A) tail (Gallie), 2108-2116 
CAR1, Dictyostelium cAMP receptor 
gene (Saxe III et al.), 1-8 
Carbonic anhydrase II (CAII), erbA target 
gene (Disela et al.), 2033-2047 
Cardiac actin expression, Xenopus 
somites (Taylor et al.), 1149- 
1160 
Cauliflower mosaic virus (CaMV), 
poly(A) signal, differences from 
vertebrate signal (Sanfagon et 
al.), 141-149 
CBP2 protein, yeast, facilitates RNA 
self-splicing (Gampel and 
Cech}, 1870-1880 
cdc genes. See Cell-division-cycle genes 
Cell cycle 


G,-S transition, Drosophila and yeast 
(Lahue et al.), 2166~-2175 
-regulated transcription, of yeast SWI4 
and HO (Breeden and Mikesell), 
1183-1190 
regulation 
by temperature-sensitive p53 mu- 
tant (Martinez et al.), 151-159 
S. cerevisiae, SWI5 transcription 
(Lydall et al.), 2405-2419 
Cell differentiation, C/EBP isoforms in 
adipogenesis (Cao et al.}, 1538— 
1552 
Cell division, B. subtilis ftsZ gene (Beall 
and Lutkenhaus), 447-455 
Cell sorting, and spatial expression of 
Dictyostelium ras gene (Dd-ras) 
(Esch and Firtel), 9-21 
Cell surface association, novel mecha- 
nism for retention of growth 
factors (LaRochelle et al.) 
1191-1199 
Cell transformation, rat embryo fibro- 
blasts transformed by p53 mu- 
tant (Martinez et al.), 151-159 
Cell type-specific gene expression, im- 
munoglobulin mu in normal 
and transgenic mice (Jenuwein 
and Grosschedl), 932-943 
Cell wall biosynthesis, N. crassa, role of 
chs-1 (Yarden and Yanofsky), 
2420-2430 
Cell-division-cycle (cdc) genes, S. cerevi- 
Siaeé, interacting genes (Hen- 
nessy et al.), 958-969 
Cell-type determination, yeast, role of 
RAP1 DNA-binding protein 
(Kurtz and Shore), 616-628 
Centromere DNA (CEN DNA), muta- 
tion, suppressors of (Shero and 
Hieter), 549-560 
Cerebellar compartments, expression of 
Pcp-2 (Vandaele et al.), 1136— 
1148 
Chicken limb development, apical ecto- 
dermal ridge regulates Hox-7 
and -8 (Robert et al.}, 2363-2374 
Chitin synthase 1 (chs-1), role in N. 
crassa cell wall biogenesis 
(Yarden and Yanofsky), 2420— 
2430 
Chromatin 
bridges, at anaphase, caused by lode- 
star mutation (Girdham and 
Glover), 1786-1799 
condensed, during Tetrahymena ma- 
cronuclear development (Lin et 
al.), 1601-1610 
Drosophila, and B52 protein (Champ- 
lin et al.), 1611-1621 
structure, active (Xa) and inactive (Xi) 
X chromosomes (Pfeifer and 
Riggs), 1102-1113 
templates, RNA elongation on (Izban 
and Luse), 683-696 
Chromosome breakage, role in gene am- 


plification, deletion formation, 
and amplicon integration (Win- 
dle et al.), 160-174 

Cis-acting factors, modulation of E1A al- 
ternative splicing, modulating 
factors (Gattoni et al.), 1847- 
1858 

CLN function, Saccharomyces cerevi- 
siae (Lahue et al.), 2166-2175 

Colony stimulating factor-1 receptor 
(CSF-1R), and nuclear signal 
transduction (Bortner et al.), 
1777-1785 

Conidiophore cells, Aspergillus develop- 
mental gene rodA, required for 
formation of rodlet layer 
(Stringer et al.), 1161-1171 

Conserved motifs, flower development, 
regulatory genes (Ma et al.), 
484-495 

cop1, Arabidopsis photoregulatory locus 
(Deng et al.), 1172-1182 

CPE-binding protein, phosphorylation of 
(Paris et al.), 1697-1708 

crn. See Crooked neck 

Crooked neck (crn) gene, Drosophila, 
member of TPR gene family 
(Zhang et al.), 1080-1091 

CSF-1R. See Colony-stimulating factor-1 
receptor 

CT3 cytoplasmic mutant, of $SV40 T an- 
tigen (Jeoung et al.), 2235-2244 

CTD domain, of RNA polymerase II, and 
transcription initiation (Liao et 
al.), 2431-2440 

Cut expression, and Drosophila sensory 
organ identity (Bochlinger et 
al.), 1124-1135 

Cyanobacterium, Anabaena 7120, het- 
erocyst differentiation (Buikema 
and Haselkorn), 321-330 

Cyclin gene, Drosophila, complements 
CLN function in yeast (Lahue et 
al.), 2166-2175 

Cyt 18 protein, role in splicing mito- 
chondrial RNA (Kittle Jr. et al.), 
1009-1021 

Cytokines, role in hematopoietic devel- 
opment (Schmitt et al.), 
728-740 

Cytoplasmic accumulation, HIV-1 
RNAs, effect of Rev on (Arrigo 
and Chen), 808-819 

C/EBP isoforms, expression during adi- 
pogenesis (Cao et al.), 1538- 
1552 


D 


Ddc Drosophila gene, activation by Elf-1 
transcription factor (Bray and 
Kafatos), 1672-1683 

Deadenylation, of c-fos mRNA (Shyu et 
al.), 221-231 

Deformed (Dfd), Drosophila homeotic 
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selector gene, autoregulation of 
(Regulski et al.), 278-286 
Deletion, chromosome breakage and 
gene amplification (Windle et 
al.), 160-174 
Dephosphorylation, of histone H1 (Lin 
et al.), 1601-1610 
Derepression, of IgH enhancer activity 
(Ruezinsky et al.), 29-37 
Developmental mutants, in mice (Reith 
and Bernstein), 1115-1123 Re- 
view 
Developmental transition, Drosophila 
embryogenesis, maternal to zy- 
gotic control (Yasuda et al.), 
1800-1812 
Dfd. See Deformed 
DHFR gene, chromosome breakage and 
gene amplification (Windle et 
al.), 160-174 
Dictyostelium 
cAMP receptor gene (Saxe III et al.), 
1-8 
chemoattractant receptors in (Sun and 
Devreotes), 572-582 
spatial expression of ras gene (Dd-ras) 
(Esch and Firtel}, 9-21 
Dimerization 
and DNA binding of AP-2 (Williams 
and Tjian), 670-682 
specificity, of CDNA-binding protein 
TFE3, b-HLH-zip (Beckmann 
and Kadesch), 1057-1066 
dl. See Dorsal 
DNA binding 
and HMG box (Giese et al.), 2567— 
2578 
in maize opaque-2 bZIP domain 
(Aukerman et al.), 310-320 
DNA-binding activity, Rel and NF-kB, 
effects of pp40 and IkBf on (Kerr 
et al.), 1464-1476 
DNA-binding domain, Drosophila, paired 
box (Treisman et al.), 594-604 
DNA-binding factor, TFEB, HLH/leu- 
cine-zipper family (Fisher et al.}, 
2342-2352 
DNA-binding proteins 
bZIP family 
TEF (Drolet et al.), 1739-1753 
C/EBP (Cao et al.), 1538-1552 
DnaA, RepA and IHF (Stenzel et al.}, 
1453-1463 
Drosophila maternal morphogen dor- 
sal (dl) (Jiang et al.), 1881-1891 
HLH MyoD (Weintraub et al.), 1377— 
1386 
HMG boxes (McStay et al.), 1957-1968 
RAP1, role of in yeast cell-type deter- 
mination (Kurtz and Shore}, 
616-628 
sequence-specific mammalian tran- 
scription factor AP-2 (Williams 
and Tjian), 670-682 
SRF-related proteins (Pollock and Tre- 
isman)}, 2327-2341 
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TCF-la with HMG motif (Waterman 
et al.), 656-669 
trans-activator BPV-1 E2 (Dostatni et 
al.), 1657-1671 
yeast 
MCM1, functional domains of 
(Christ and Tye), 751-763 
STE12 (Song et al.), 741-750 
DNA looping 
cooperative interaction at a distance 
(Stenzel et al.), 1453-1463 
by Sp] protein (Su et al.), 820-826 
DNA methylation, at CpG islands (Pfei- 
fer and Riggs), 1102-1113 
DNA replication 
S. cerevisiae 
genes MCM2 and 3 (Yan et al.), 944— 
957 
interacting genes (Hennessy et al.), 
958-969 
RF-A (Brill and Stillman), 1589- 
1600 
termination of (Sista et al.), 74-82 
DNA structure, dG.dG.dC triplets, neg- 
ative regulator (Kohwi and Ko- 
hwi-Shigematsu), 2547-2554 
DNA supercoiling, and DNA inversion 
vs deletion (Moskowitz et al.), 
1635-1645 
DNA topology, Salmonella Hin recom- 
bination system (Heichman et 
al.), 1622-1634 
DNA-protein interaction 
DNA-binding proteins and pSC101 
replication origin (Stenzel et 
al.), 1453-1463 
termination of DNA replication (Sista 
et al.), 74-82 
DnaA, host-encoded initiator protein 
(Stenzel et al.), 1453-1463 
Dominant inhibition, maize transcrip- 
tional activator Cl (Goff et al.}, 
298-309 
Dominant-negative mutation 
c-kitW* (Ray et al.), 2265-2273 
C. elegans let-60 ras gene (Han and 
Sternberg), 2188-2198 
Dorsal (dl) 
gene product, Drosophila, and twist 
ventral activator region (Pan et 
al.), 1892-1901 
maternal morhogen, Drosophila em- 
bryo, controls determinant gene 
twist (Jiang et al.), 1881-1891 
Dorsal—ventral patterning, Drosophila 
dorsal (dl) morphogen gradient (Jiang 
et al.), 1881-1891 
twist ventral activator region (Pan et 
al.), 1892-1901 
Dorsal—ventral polarity, Drosophila em- 
bryo, and Toll transmembrane 
protein (Schneider et al.), 797- 
807 
Doublesex |dsx), Drosophila 
pre-mRNA, regulation of processing 
(Ryner and Baker), 2071-2085 


RNA splicing of (Mattox and Baker), 
786-796 
Drosophila 
Antp homeotic gene, identification of 
target genes (Wagner-Bernholz 
et al.), 2467-2480 
autoregulation of 
Dfd homeotic selector gene (Regul- 
ski et al.), 278-286 
of eve segmentation gene (Jiang et 
al.), 265-277 
of tra-2 splicing (Mattox and Baker}, 
786-796 
B52 protein borders transcriptionally 
active chromatin (Champlin et 
al.), 1611-1621 
brown gene, trans-inactivation ele- 
ment (Dreesen et al.}), 331-340 
crn, TPR gene family member (Zhang 
et al.}, 1080-1091 
development, function of Elf-1/grh 
(Bray and Kafatos), 1672-1683 
E74 transcription, coordinated regula- 
tion of (Karim and Thummel)}, 
1067-1079 
Eip28/29 gene, identification of EcREs 
(Cherbas et al.), 120-131 
embryo 
dorsal-ventral patterning (Jiang et 
al.), 1881-1891; (Pan et al.}, 
1892-1901 
dorsal—ventral polarity (Schneider et 
al.), 797-807 
temporal regulation (Yasuda et al.), 
1800-1812 
transcriptional regulation of eve 
(Small et al.), 827-839 
exu gene and bcd mRNA localization 
(Macdonald et al.), 2455-2466 
eye development and glass gene 
(Moses and Rubin), 583-593 
FGF-R homolog (Glazer and Shilo), 
697-705 
fork head homeotic gene, and rat 
HNF-3 gene family (Lai et al.), 
416-427 
gap proteins Kr and hb, transcriptional 
regulators (Zuo et al.), 254-264 
hairy-stripe elements, regulation of 
(Riddihough and Ish-Horowicz), 
840-854 
maternal effect mutation, chromatin 
bridges at anaphase (Girdham 
and Glover), 1786-1799 
maternal-effect mutation, wimp (Park- 
hurst and Ish-Horowicz}, 341-357 
mesoderm development, regulation by 
twist and snail genes (Leptin), 
1568-1576 
neuroectoderm in mesoderm mutants 
(Rao et al.), 1577-1588 
novel cyclin gene, complements CLN 
function in yeast (Lahue et al.}, 
2166-2175 
oogenesis, tudor posterior-group gene 
(Golumbeski et al.}, 2060-2070 
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paired box of prd gene (Treisman et 
al.), 594-604 

PEP, association with active ecdysone- 
induced puffs (Amero et all.), 
188-200 

polo gene, required for mitosis (Lla- 
mazares et al.), 2153-2165 

proneural clusters of achaete-scute ex- 
pression (Cubas- et _al.), 
996-1008 

regulation of dsx pre-mRNA process- 
ing (Ryner and Baker), 2071- 
2085 

segmentation gene runt, and Sx] regu- 
lation (Duffy and Gergen), 
2176-2187 

sensory organ identity, and ectopic ex- 
pression of Cut (Bochlinger et 
al.), 1124-1135 

sexual determination, sex-lethal gene 
(Bopp et al.), 403-415 

visual system development, toxin-me- 
diated ablation (Kunes and 
Steller), 970-983 

wing and haltere development, role of 
vestigial (vg) gene in (Williams 
et al.), 2481-2495 

wing development, sensory neurogen- 
esis (Skeath and Carroll), 984— 
995 

dsx. See Doublesex 


E 


E1A 
pre-mRNA, modulation of alternative 
splicing (Gattoni et al.), 1847- 
1858 
protein, adenovirus, same domains re- 
quired for oncogenic activity 
and dissociation of E2F com- 
plexes (Raychaudhuri et al.), 
1200-1211 
E2 trans-activating protein, BPV-1, acti- 
vator and repressor (Dostatni et 
al.), 1657-1671 
E2A-Pbx1 fusion proteins, in pre-B ALL 
cells (Kamps et al.), 358-368 
E2F complexes, adenovirus, dissociation 
of by E1A (Raychaudhuri et al.), 
1200-1211 
Ecdysone 
puffs, Drosophila PEP zinc finger pro- 
tein (Amero et al.), 188-200 
response elements (EcREs), analysis of 
Drosophila  Eip28/29 gene 
(Cherbas et al.), 120-131 
transcriptional control of E74, Droso- 
phila (Karim and Thummel), 
1067-1079 
Ectodermal—mesodermal interactions, 
chicken limb development 
(Robert et al.), 2363-2374 
Ectopic expression 
Cut, transformation of sensory organ 


development, Drosophila 
(Bochlinger et al.), 1124-1135 
of mouse H19 gene (Brunkow and Til- 
gman), 1092-1101 
pair-rule gene prd, Drosophila (Morris- 
sey et al.), 1684-1696 
transgenic mice, c-kit™*? minigene 
(Ray et al.), 2265-2273 
Eip28/29 Drosophila gene, identification 
of EcREs (Cherbas et al.}, 120— 
131 
Elongation factors, E. coli, transcription 
complexes (Mason and Green- 
blatt), 1504-1512 
Embryogenesis, Drosophila develop- 
mental transition (Yasuda et 
al.), 1800-1812 
Embryonic stem (ES) cells 
hematopoietic development of 
(Schmitt et al.), 728-740 
promoter traps in (Friedrich and Sori- 
ano), 1513-1523 
EMC. See Extramacrochaete 
Endoribonuclease, nuclear RNase MRP 
(Karwan et al.), 1263-1276 
Enhancer detection, Drosophila, identi- 
fication of Antp target genes 
(Wagner-Bernholz et al.), 2467— 
2480 
Enhancer 
adipocyte-specific (Graves et al.), 428— 
437 
IgH, derepression of activity (Ruezin- 
sky et al.}, 29-37 
sequences, of tomato LAT genes 
(Twell et al.), 496-507 
spatially specific, Hox-2.6 (Whiting et 
al.), 2048-2059 
Epidermal development, role of TFG-a 
in transgenic mice (Vassar and 
Fuchs), 714-727 
Epidermal/neural differentiation, Droso- 
phila (Bray and Kafatos), 1672- 
1683 
Epstein-Barr virus, encodes Zta tran- 
scription activator protein (Lie- 
berman and Berk), 2441-2454 
Erythroid cell differentiation, v-erbA 
overexpression extinguishes 
c-erbA function (Disela et al.), 
2033-2047 
Erythroid development, GATA-1 transcrip- 
tion factor (Tsai et al.), 919-931 
Erythroleukemia induction, by F-MuLV 
(Ben-David et al.), 908-919 
Escherichia coli 
elongation factors (Mason and Green- 
blatt), 1504—1512 
phage shock protein, o°* regulates ex- 
pression (Weiner et al.), 1912- 
1923 
transcription elongation factors, as- 
semble into complex with ph- 
age lambda N protein and nut 
site (Nodwell and Greenblatt), 
2141-2151 


Ets gene family, Fli-1, insertional activa- 
tion (Ben-David et al.), 908-919 
Eve. See Even-skipped 
Even-skipped |eve), Drosophila 
pair-rule gene (Small et al.), 827-839 
segmentation gene, autoregulation of 
(Jiang et al.), 265-277 
Evolutionary conservation 
Caenorhabditis mec-3 sequences 
(Way et al.), 2199-2211 
differentation of cells of internal or- 
gans, vertebrates and inverte- 
brates (Lai et al.), 416-427 
homeobox genes, murine Hix and 
Drosophila H2.0 (Allen et al.), 
509-520 
mammalian HLH protein MASH1 and 
Drosophila achaete-scute (Lo et 
al.), 1524—1537 
murine Hox genes and Drosophila ho- 
meotic clusters (Whiting et al.), 
2048-2059 
exoD mutants, R. meliloti, alkali sensi- 
tive (Reed and Walker), 2274— 
2287 
Exon selection, rat alpha-tromyosin gene 
(Mullen et al.), 642-655 
Extracellular protein secretion, pilus bio- 
genesis of V. cholerae (Kaufman 
et al.), 1834-1846 
Extramacrochaetae (emc), Drosophila 
HLH protein (Skeath and Carroll), 
984-995; (Cubas et al.}, 
996-1008 
Exu. See Exuperantia 
Exuperantia (exu) gene, Drosophila, role 
in initiating bcd mRNA local- 
ization (Macdonald et l.), 
2455-2466 
Eye development, and Drosophila glass 
gene (Moses and _ Rubin), 
583-593 


F 


Fat development, brown and white in 
transgeneic mice, overexpress- 
ing glycerol 3-phosphate (Kozak 
et al.), 2256-2264 

Fibroblast growth factor receptor (FGF- 
R), Drosophila homolog (Glazer 
and Shilo), 697-705 

Fis protein 

and Hin recombination system (He- 
ichman et al.), 1622-1634; 
(Moskowitz et al.), 1635-1645 

Fission yeast, genes that confer resis- 
tance to staurosoporine (Toda et 
al.), 60-73 

Fli-1, ets gene family, new member (Ben- 
David et al.), 908-919 

Flower development, Arabidopsis AG 
gene family (Ma et al.), 484-495 

Footprinting 

in vivo, mouse erythroleukemic cells 
(Tsai et al.), 919-931 
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new in vivo method, TTR transcrip- 

tion control elements (Mirko- 
vitch and Darnell}, 83-93 

fosB transcripts, alternative splicing of 
(Mumberg et al.), 1212-1223 

Friend murine leukemia virus (F-MuLV)}, 
erythroleukemia induction 
(Ben-David et al.), 908-919 

Fructose-bisphosphatase, glucose repres- 
sion of fbp1 transcription by 
cAMP (Hoffman and Winston), 
561-571 

ftsZ cell division gene, B. subtilis and 
septation (Beall and Lutken- 
haus), 447-455 

ftx. See Fushi tarazu 

Fushi tarazu (ftz), Drosophila pair-rule 
segmentation gene,  recon- 
structed promoter system 
(Topol et al.), 855-867 


G 


G-proteins 
alpha subunits, carboxyl termini of, 
mammalian (Hirsch et al.), 467— 
474 


guanine nucleotide-binding domain 
mutation, yeast (Kurjan et al.), 
475-483 

novel binding protein (Morimoto et 


al.), 2386-2391 

Gain-of-function mutation, C. elegans 
lin-14 (Wightman et al.}), 1813- 
1824 

GAL4, binding to nuclesomal templates 
(Taylor et al.), 1285-1298 

Gal4—Pro coactivator, purified from hu- 
man TFIID complex (Tanese et 
al.), 2212-2224 

Gap proteins, Drosophila Kriippel and 
hunchback, transcriptional reg- 
ulators {Zuo et al.), 254-264 

GATA-1, regulatory protein (Tsai et al.), 
919-931 

Gene activation, structural changes in 
chromatin (Champlin et al.), 
1611-1621 

Gene amplification 

mediated by chromosome breakage 
(Windle et al.), 160-174 
T. brucei calmodulin genes (Eid and 

Sollner-Webb), 2024-2032 

Gene inactivation, Drosophila brown 
gene, pairing-sensitive element 
mediates trans-inactivation 
(Dreesen et al.), 331-340 

Gene rearrangement, E47 activates Ig re- 
arrangement (Schlissel et al.), 
1367-1376 

Gene targeting, of Dictyostelium cAMP 
receptor gene cAR1 (Sun and 
Devreotes), 572-582 

Genitalia, mammalian, morphogenesis 
of (Dollé et al.), 1767-1776 
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Germ-line transmission, intrachromaso- 
mal recombination in _trans- 
genic MyK-103 mice (Wilkie et 
al.), 38-48 

GHF1 gene, minimal cell type-specific 
promoter (McCormick et al.), 
1490-1503 

Glass gene, Drosophila eye development 
(Moses and Rubin), 583-593 

Glucose repression, of S. pombe fbp1 
transcription (Hoffman and 
Winston), 561-571 

Glycerol 3-phosphate dehydrogenase, 
overexpression alters brown and 
white fat development (Kozak 
et al.}, 2256-2264 

Gpal protein, yeast, myristoylation by 
Nmtl (Stone et al.), 1969-1981 

Group I introns 

mobility study (Eddy and Gold), 1032— 
1041 

splicing of in Neurospora mitochon- 
dria (Kittle et al.), 1009-1021 

Growth factor, identification of PDGF 
retention sequences (La- 
Rochelle et al.), 1191-1199 

Growth hormone (GH) gene, binding of 
transcription factor GHF-1, pi- 
tuitary specific (McCormick et 
al.), 1490-1503 

GTP-binding protein, LMW G-protein, 
cloning of first member of new 
class (rah) (Morimoto et al.), 
2386-2391 

GTPase-activating protein (GAP), inhibi- 
tion of ras signaling pathway 
(Bortner et al.}, 1777-1785 


H 


h. See Hairy 
Hairy (h), Drosophila 
HLH protein (Skeath and Carroll), 
984-995 
pair-rule gene, Drosophila stripe regu- 
latory elements (Riddihough 
and Ish-Horowicz), 840-854 
Haplolethality, Drosophila (Barbas et 
al.), 132-140 
Hb. See Hunchback 
Heat shock 
E. coli psp operon (Weiner et al.), 
1912-1923 
HeLa cells, regulation of HSF activity 
(Abravaya et al.), 2117-2127 
negative regulation of a yeast HSP70 
gene (Park and Craig), 1299- 
1308 
Heat shock factor (HSF) 
binding to nucleosomal templates 
(Taylor et al.), 1285-1298 
mouse mHSF1 and mHSF2, cloning of 
(Sarge et al.), 1902-1911 
Heat shock loci, Drosophila B52 protein 
(Champlin et al.), 1611-1621 


Heat shock protein. See also protein 
names. 
HeLa cells, attenuation of heat shock re- 
sponse (Abravaya et al.), 2117— 
2127 
Helicase gene family, cold-sensitive 
mRNA splicing mutant in S. 
cerevisiae (Strauss and Guth- 
rie), 629-641 
Helix—loop—helix (HLH) 
dimerization specificity mediated by 
leucine zipper (Beckmann and 
Kadesch), 1057-1066 
domain, adjacent to LZ domain in 
TFEB (Fisher et al.), 2342-2352 
protein 
Drosophila sensory organ pattern 
formation (Skeath and Carroll), 
984-995 
Drosophila twist gene product (Lep- 
tin), 1568-1576 
MASHI1, mammalian homolog of 
Drosophila achaete-scute (Lo et 
al.), 1524-1537 
MyoD (Weintraub et al.), 1377-1386 
transcription factor 
E47, activated Ig gene rearrange- 
ment in T-cell line (Schlissel et 
al.), 1367-1376 
ITF-1 and TFE3 (Ruezinsky et al.), 
29-37 
Hematopoiesis, and murine H/x homeo 
box gene (Allen et al.), 509-520 
Hematopoietic cells, transformation by 
E26 (Metz and Graf), 369-380 
Hematopoietic development, murine 
embryonic stem (ES) cell differ- 
entiation (Schmitt et al.), 728— 
740 
Hematopoietic system, erythroleukemia 
induction (Ben-David et al.), 
908-919 
Herpes simplex virus (HSV), trans-acti- 
vator VP16 recognizes Oct-1 ho- 
meodomain (Stern and Herr), 
2555-2566 
Heterochronic genes, C. elegans 
lin-14, gain-of-function mutation 
(Wightman et al.), 1813-1824 
lin-14, -4, -28, and -29 (Arasu et al.), 
1825-1833 
Heterocyst differentiation gene, cyano- 
bacterium Anabaena 7120 
(Buikema and Haselkorn), 321- 
330 
Heterodimerization, of vertebrate tran- 
scription factor HNF-1 (Mendel 
et al.), 1042-1056 
Hin recombinase, mediates site-specific 
DNA _ recombination (Heich- 
man et al.), 1622-1634 
Hin recombination sites, alignment of 
(Moskowitz et al.), 1635-1645 
Histone 
pre-mRNAs, U7 snRNA-HDE base 
pairing (Bond et al.), 1709-1722 





Tetrahymena macronuclear develop- 
ment, (Lin et al.), 1601-1610 
HIV. See Human immunodeficiency virus 
HLH. See Helix—loop—helix 
HMG box 
of lymphoid enhancer binding factor 1 
(LEF-1), sequence-specific DNA- 
binding domain (Giese et al.), 
2567-2578 
protein 
LEF-1 regulatory protein shares ho- 
mology with (Travis et al.), 880— 
894 
S. pombe transcription factor Stel 1, 
sexual development (Sugimoto 
et al.), 1990-1999 
xUBF binding factor (McStay et al.}, 
1957-1968 
HMG transcription factor, T cell-specific 
(Waterman et al.), 656-669 
HML silencer, yeast (Mahoney et al.), 
605-615 
HN¥-1 
tissue-specific expression, HNF-4 in- 
volvement (Tian and Schibler), 
2225-2234 
HNF-1la, forms heterodimers with HNF- 
1B (Mendel et al.), 1042-1056 
HNF-3 rat gene family, homology to 
Drosophila homeotic gene fork 
head (Lai et al.), 416-427 
HNF-4, involved in tissue-specific ex- 
pression of HNF-1 (Tian and 
Schibler), 2225-2234 
HO 
gene activation, yeast, SW14,6-DNA- 
binding complex (Taba et al.), 
2000-2013 
transcription, yeast, requires SWI4 
transcription factor (Breeden 
and Mikesell), 1183-1190 
Homeo box gene 
Drosophila eve, autoregulation of 
(Jiang et al.), 265-277 
Drosphila prd gene (Morrissey et al.), 
1684-1696 
C. elegans, mec-3 and unc-86 (Way et 
al.), 2199-2211 
evolutionary conservation and regula- 
tory potential (Allen et al.), 
509-520 
HOX complex (Dollé et al.), 1767- 
1776 
Hox-7 and Hox-8 expression, regulated 
by chick apical ectodermal ridge 
(Robert et al.), 2363-2374 
Homeo box proteins, Drosophila 
interacaction with gap proteins Kr and 
hb (Zuo et al.), 254-264 
Homeo domain, yeast a2 protein, sec- 
ondary structure of (Phillips et 
al.), 764-772 
Homeo domain proteins 
GHF-] (Pit-1) transcription factor (Mc- 
Cormick et al.), 1490-1503 


HNF-la and HNF-18 (Mendel et al.), 
1042-1056 
Prd (Treisman et al.), 594-604 
Homeodomain-protein interactions, 
HSV Oct-1 complex (Stern and 
Herr), 2555-2566 
Homeodomain-recognition subdomain, 
HSV VP16 region recognizes Oct-1 
(Stern and Herr), 2555-2566 
Homeotic gene, Drosophila Antp, iden- 
tification of target genes (Wag- 
ner-Bernholz et al.), 2467-2480 
Homeotic selector gene, Drosophila Dfd, 
autoregulation of (Regulski et 
al.), 278-286 
Homologous recombination, T. brucei 
calmodulin genes (Eid and Soll- 
ner-Webb), 2024-2032 
Hox-2.6 gene, regulation in transgenic 
mice (Whiting et al.), 2048- 
2059 
Hox-4 gene expression, morphogenesis 
of mammalian genitalia (Dollé 
et al.), 1767-1776 
HSP70 protein, complements defects of 
cytoplasmic mutant SV40 T an- 
tigen (Jeoung et al.), 2235-2244 
Human immunodeficiency virus type 1 
(HIV-1) 
occlusion of poly(A) site (an der Glon 
et al.), 244-253 
translation, effect of Rev on cytoplas- 
mic accumulation of RNAs (Ar- 
rigo and Chen), 808-819 
TAR RNA-binding protein (TRP-185) 
(Wu et al.), 2128-2140 
Tat protein 
binding to TAR RNA (Calnan et al.}, 
201-210 
RNA and DNA bound (Southgate 
and Green), 2496-2507 
transcriptional activation by (She- 
line et al.), 2508-2520 
Hunchback (hb), Drosphila gap protein 
(Zuo et al.), 254-264 


I 


IAA phytohormones, role in plant devel- 
opment (Romano et _l.), 
438-446 

IHF, host-encoded DNA-binding protein 
(Stenzel et al.), 1453-1463 

IkBB, inhibiting effect on DNA-binding 
and similarity to pp40 (Kerr et 
al.), 1464-1476 

Illegitimate recombination, similarity 
between plants (T-DNA inte- 
gration) and mammals (Ghey- 
sen et al.), 287-297 

Imaginal discs, Drosophila development 
(Skeath and Carroll), 984-995; 
(Cubas et al.}, 996-1008 

wing and _  haltere development 
(Williams et al.), 2481-2495 


Immortalization process, murine em- 
bryo fibroblasts, p53 alterations 
during (Harvey and Levine}, 
2375-2385 

Immunoglobulin genes, E47 activates Ig 
gene rearrangement in T-cell 
line (Schlissel et al.), 1367-1376 

Immunoglobulin heavy chain (IgH), 
derepression of enhancer activ- 
ity (Ruezinsky et al.), 29-37 

Immunoglobulin mu gene, complex pat- 
tern of expression (Jenuwein 
and Grosschedl), 932-943 

Initiation complex 

transcription (Timmers and Sharp), 
1946-1956 

X. laevis upstream binding factor 
(xUBF) (McStay et al.), 1957- 
1968 

Insertional mutagenesis, promoter traps 
(Friedrich and Soriano), 1513— 
1523 

Insertional mutation, legless (Igl), verte- 
brate limb development (Singh 
et al.), 2245-2255 

Interferon. See Beta-interferon 

Intron 

mobility, group I introns (Eddy and 
Gold), 1032-1041 

structure, mutations influence 3’ 
splice-site selection (Deshler 
and Rossi), 1252-1263 

Invertasome structure, DNA inversion 
(Moskowitz et al.}, 1635-1645 

Isotype-switch recombination, LR1 can- 
didate regulator (Williams and 
Maizels), 2353-2361 


K 


Kinase activity (p34°¢), and cytoplas- 
mic polyadenylation (Paris et 
al.), 1697-1708 

Kinetochore function, S. cerevisiae 
(Shero and Hieter), 549-560 

Kluyveromyces lactis, actin gene, sec- 
ondary structure within intron 
(Deshler and Rossi), 1252-1263 

Kr. See Kriippel 

Kriippel (Kr), Drosphila gap protein (Zuo 
et al.), 254-264 


L 


LEF-1 (lymphoid enhancer-binding fac- 
tor 1), regulates T-cell receptor 
alpha enhancer function (Travis 
et al.), 880-894 

Leucine zipper 

bZIP proteins (Cao et al.), 1538-1552 

C/EBP-related proteins (Williams et 
al.), 1553-1567 

domain, adjacent to HLH domain in 
TFEB (Fisher et al.), 2342-2352 
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gene family (bZIP), new member TEF 
(Drolet et al.), 1739-1753 
of TFE3 dictates HLH dimerization 
specificty (Beckmann and Kade- 
sch), 1057-1066 
Leukemia 
pre-B ALL, human t (1;19) transloca- 
tion (Kamps et al.), 358-368 
virus, avian E26, v-myb and v-ets on- 
cogenes (Metz and Graf), 369- 
380 
Ig]. See Legless 
Light regulation, Arabidopsis cop1 pho- 
toregulatory locus (Deng et al.), 
1172-1182 
Limb morphogenesis, and Jegless (Igl) in- 
sertional mutation (Singh et al.), 
2245-2255 
lin heterochronic genes, C. elegans, -14, 
-4, -28, and -29 (Arasu et all.), 
1825-1833 
lin-14 heterochronic gene, C. elegans, nega- 
tive regulatory sequence in 3’ UTR 
(Wightman et al.), 1813-1824 
Liver, footprinting of TTR transcription 
control elements (Mirkovitch 
and Darnell), 83-93 
LMW G-protein, cloning of first member 
of new class (rah), (Morimoto et 
al.), 2386-2391 
Lodestar, Drosophila maternal-effect 
gene (Girdham and Glover), 
1786-1799 
LPS, and isotype switching (Williams 
and Maizels), 2353-2361 
LR1 DNA-binding activity, candidate 
regulator of switch recombina- 
tion (Williams and Maizels), 
2353-2361 
LTRs, retroviruses, selective use of 
poly(A) sites in 3’ not 5’ (an der 
Glon et al.), 244-253 
Lymphoid enhancer binding factor (LEF- 
1), HMG box is sequence-spe- 
cific DNA-binding domain 
(Giese et al.), 2567-2578 
Lymphoid-specific gene expression, role 
of LEF-1 (Travis et al.), 880-894 


M 


Macronuclear development, Tetrahym- 
ena {Lin et al.), 1601-1610 

Mads box, conserved DNA motif (Ma et 
al.), 484-495 

MADS box, SRF-like DNA-binding do- 
main (Pollock and Treisman), 
2327-2341 


Maize 
opaque-2 mutant (Aukerman et al.}, 
310-320 
trans-activation of anthocyanin pig- 
mentation (Goff et al.), 298-309 
Male sterility, in transgenic mice (Mer- 
lino et al.), 1395-1406 
MATa1, yeast, mediates gene activation 
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(Sengupta nad Cochran), 1924— 
1934 
Maternal effect genes, Drosophila 
Toll gene (Schneider et al.), 797-807 
lodestar, mutation causing anaphase 
bridge (Girdham and Glover), 
1786-1799 
Maternal-effect mutation, wimp, Droso- 
phila (Parkhurst and _Ish- 
Horowicz), 341-357 
Maternal morphogen, Drosophila dorsal 
(dl), controls determinant gene 
twist (Jiang et al.), 1881-1891 
Mating, yeast 
pheromone, a-mating factor (Sengupta 
nad Cochran), 1924-1934 
and pheromone response pathway 
(Kurjan et al.), 475-483 
receptor interactions (Hirsch et al.), 
467-474 
Mating-type genes, S. cerevisiae 
HML silencer (Mahoney et al.}, 605— 
615 
RAP] DNA-binding protein (Kurtz 
and Shore), 616-628 
Mating-type-specific genes, yeast, regu- 
lation by transcription/replica- 
tion factor MCM1 (Christ and 
Tye), 751-763 
MCK1 gene, S. cerevisiae 
kinetochore function (Shero and Hi- 
eter), 549-560 
meiosis and centromere regulation, 
yeast (Neigeborn and Mitchell), 
533-548 
MCM1 transcription factor, yeast 
activation of SW15 transcription (Ly- 
dall et al.), 2405-2419 
/replication factor, yeast, functional 
domains of (Christ and Tye}, 
751-763 
MCM2 and MCM3 genes, DNA replicla- 
tion in S. cerevisiae (Yan et al.), 
944-957 
mec-3 gene, C. elegans homeo box-con- 
taining gene (Way et al.}, 2199- 
224i 
Mechanoreceptors, C. elegans (Way et 
al.), 2199-2211 
Meiosis 
A. nidulans sexual development, tubB 
alpha-tubulin (Kirk and Morris), 
2014-2023 
yeast 
MEK1 gene product (Rockmill and 
Roeder), 2392-2404 
positive regulation by MCK1 kinase 
(Neigeborn and Mitchell), 533- 
548 
Meiotic control, yeast zinc finger protein 
homolog (Covitz et al.), 1982- 
1989 
MEK1 gene product, yeast, homology to 
serine-threonine protein kinase, 
role in meiosis (Rockmill and 
Roeder), 2392-2404 


Melanoblast progenitors, c-kit function 
in (Ray et al.), 2265-2273 
Mesoderm development, Drosophila, 
twist and snail (Leptin), 1568— 
1576 
Mesoderm 
mutants, Drosophila, neuroectoderm 
(Rao et al.), 1577-1588 
Xenopus embryos, effect of RA on (Al- 
taba and Jessell), 175-187 
Mesodermal tissues, Xenopus, differenti- 
ation altered by RA treatment 
(Sive and Cheng), 1321-1332 
Metamorphosis, Drosophila, ecdysone 
pulses (Karim and Thummel), 
1067-1079 
Mice. See also Mouse 
developmental mutants (Reith and 
Bernstein), 1115-1123 Review 
immunoglobulin mu expression (Jenu- 
wein and Grosschedl), 932-943 
Mitochondria 
DNA replication, RNA processing 
(Karwan et al.), 1263-1276 
gene, nad1 in Petunia, trans-splicing 
(Conklin et al.), 1407-1415 
intron (bI5), yeast, requirement for 
self-splicing (Gampel and 
Cech), 1870-1880 
RNA processing, tyrosyl-tRNA syn- 
thetase involved in splicing 
(Kittle Jr. et al.), 1009-1021 
Mitosis, Drosophila larval neuroblasts, 
abnormalities resulting from 
mutation in polo gene (Llamaz- 
ares et al.), 2153-2165 
Morphogen, Drosophila bicoid protein, 
localization of (Macdonald et 
al.), 2455-2466 
Morphogene, RA, effects during mouse 
embryogenesis (Rossant et al.}, 
1333-1344 
Mouse 
cloning of heat shock factors (Sarge et 
al.), 1902-1911 
embryo fibroblasts, p53 alterations 
during spontaneous immortal- 
ization (Harvey Levine), 2375- 
2385 
expression of RA response element— 
hsplacZ transgene (Rossant et 
al.), 1333-1344 
transcription factor AP-2 expression 
pattern (Mitchell et  l.), 
105-119 
H19_ gene, ectopic expressiion 
(Brunkow and Tilgman), 1092- 
1101 
Hox genes, Hox-2.6, spatial regulation 
(Whiting et al.), 2048-2059 
neural development, Wnt gene family 
(Roelink and Nusse}), 381-388 
mRNA 
decay, deadenylation of c-fos mRNA 
(Shyu et al.), 221-231 





levels, topoisomerase I-dependent trans- 
criptional repression (Choder), 
2315-2326 
RNA secondary structure and polyade- 
nylation (Brown et al.), 1277- 
1284 
splicing, cold-sensitive mutant of S. 
cerevisiae (Strauss and Guth- 
rie), 629-641 
stability, coupled to translation (Wis- 
dom and Lee}, 232-243 
3'-end formation, plant pararetrovirus 
CaMV poly(A) signal (Sanfac 
(cedillajon et al.), 141-149 
translational efficiency, cap structure 
and poly(A) tail (Gallie), 2108- 
2116 
-type intron, found in U6 genes (Tani 
and Ohshima), 1022-1031 
Multigene family 
A. nidulans tubulin gene family (Kirk 
and Morris), 2014-2023 
Dictyostelium cAMP receptor gene 
(Saxe III et al.), 1-8 
Multimeric complexes, Sp1, directs syn- 
ergism and_ superactivation 
(Pascal and Tjian), 1646-1656 
Muscle development, Drosophila, func- 
tional role of TNI isoforms (Bar- 
bas et al.), 132-140 
Muscle-specific promoters, SRf binding 
to (Pollock and Treisman), 
2327-2341 
Muscle-specific transcriptional activa- 
tion, by MyoD (Weintraub et 
al.), 1377-1386 
Myoblast differentiation, translation of 
mouse ribosomal protein mR- 
NAs (Hammond et al.}), 1723- 
1736 
MyoD 
transcriptional activation, muscle spe- 
cific (Weintraub et al.), 1377— 
1386 
and Xenopus embryonic muscle actin 
expression (Taylor et al.}, 1149- 
1160 
Myogenesis, Xenopus, cardiac actin ex- 
pression (Taylor et al.), 1149- 
1160 
Myristoylation, yeast, Gpal by Nmtl 
(Stone et al.), 1969-1981 


N 


N phage protein, transcription antiter- 
mination (Nodwell and Green- 
blatt), 2141-2151 

nad1, Petunia mitochondrial gene (Con- 
klin et al.), 1407-1415 

NCAM.. See Neural cell adhesion mole- 
cule 

Negative regulation, of yeast heat shock 
gene (Park and Craig), 1299- 
1308 

Negative regulator, poly (dg)-poly (dC) 


sequence can form triple-helix 
structure (Kohwi and Kohwi- 
Shigematsu), 2547-2554 
Neural cell adhesion molecule (NCAM), 
alternative splicing and regula- 
tion of exon 18 (Tacke and Gori- 
dis), 1416-1429 
Neural crest cells, AP-2 expression dur- 
ing mouse embryogenesis 
(Mitchell et al.), 105-119 
Neural identity, Drosophila sensory or- 
gans, and ectopic Cut expres- 
sion (Bochlinger et al.), 1124— 
1135 
Neural-specific splicing, mouse c-src N1 
exon (Black), 389-402 
Neuroectoderm, Drosophila, mesoderm 
mutant (Rao et al.}, 1577-1588 
Neurogenesis, sensory, Drosophila 
(Skeath and Carroll), 984-995 
Neuron-specific expression, of Pcp-2 
(Vandaele et al.), 1136-1148 
Neurosopora crassa 
cell wall biosynthesis, role of chs-1 
(Yarden and Yanofsky), 2420— 
2430 
mitochondria, tyrosyl-tRNA synthe- 
tase (Kittle Jr. et al.), 1009-1021 
NF-«B, DNA-binding activity of (Kerr et 
al.), 1464-1476 
Nitrogen 
fixation, cyanobacterium Anabaena 
7120 (Buikema and Haselkorn), 
321-330 
starvation, S. pombe (Sugimoto et al.}, 
1990-1999 
NMR spectroscopy, secondary structure 
of yeast a2 homeo domain 
(Phillips et al.), 764-772 
Nmtl, yeast, myristoylates Gpal and 
other proteins (Stone et al.), 
1969-1981 
Nodulation, of alfalfa (Reed and Walker), 
2274-2287 
nrdB gene, in phage T4 and wild phage 
RB3, intron mobility (Eddy and 
Gold), 1032-1041 
Nuclear factor-1, and adipocyte-specific 
enhancer (Graves et al.), 
428-437 
Nuclear organization, relationship to 
pre-mRNA splicing (Huang and 
Spector), 2288-2302 
Nucleo-cytoplasmic ratio, Drosophila 
zygotic transcription (Yasuda et 
al.), 1800-1812 
Nucleoside triphosphate-binding pro- 
tein, encoded by Drosophila 
lodestar maternal-effect gene 
(Girdham and Glover), 1786— 
1799 
Nucleosome 
binding, of HSF and GAL4 (Taylor et 
al.), 1285-1298 
and RNA polymerase pausing (Izban 
and Luse}, 683-696 


Numerator element, Drosophila runt 
gene (Duffy and Gergen), 2176— 
2187 

Nus factors, elongation factors, E. coli 
(Mason and Greenblatt}, 1504— 
1512 

Nut site of bacteriophage lambda, RNA 
bound by antitermination fac- 
tors on RNA polymerase (Nod- 
well and Greenblatt), 2141- 
2151 


O 


Oct-1 homeodomain, recognized by HSV 
trans-activator VP16 (Stern and 
Herr), 2555-2566 
OCTA sites, and immunoglobulin mu 
gene expression (Jenuwein and 
Grosschedl), 932-943 
Oncogenes 
activity, and adenovirus ElA-medi- 
ated transformation, dissocia- 
tion of by E1A (Raychaudhuri et 
al.), 1200-1211 
recessive, Wilms’ tumor gene WT1 
(Pelletier et al.), 1345-1356 
v-myb and v-ets, transformation and 
differentiation (Metz and Graf), 
369-380 
Oncoprotein v-erbA, overexpression ex- 
tinguishes c-erbA function (Dis- 
ela et al.), 2033-2047 
Oocyte maturation, Xenopus, polyade- 
nylation activation (Paris et al.), 
1697-1708 
Oogenesis, Drosophila, tudor posterior- 
group gene (Golumbeski et al.}, 
2060-2070 
Opaque-2 mutant, maize (Aukerman et 
al.), 310-320 


P 


p53 
cell cycle regulation (Martinez et al.), 
151-159 
mutations, and spontaneous immor- 
talization (Harvey and Levine), 
2375-2385 
Pair-rule genes, Drosophila 
regulate segment-polarity genes (Mor- 
rissey et al.}, 1684-1696 
transcriptional regulation of eve 
(Small et al.), 827-839 
segmentation ftz (Topol et al.), 855— 
867 
Paired (prd) gene, Drosophila embryo, 
functional dissection of (Morris- 
sey et al.), 1684-1696 
Paired box, Drosophila, DNA-binding 
domain (Treisman et al.), 594— 
604 
Palindromic binding site, and transcrip- 
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tion factor AP-2 (Williams and 
Tjian), 670-682 
Pattern formation 
morphogenesis of mammalian genita- 
lia (Dollé et al.), 1767-1776 
mouse embryogenesis, role of RA 
(Rossant et al.), 1333-1344 
vertebrate limb formation, model sys- 
tem (Singh et al.), 2245-2255 
Pattern formation, Drosophila 
transcriptional regulation of eve 
(Small et al.), 827-839 
hairy stripe elements (Riddihough and 
Ish-Horowicz), 840-854 
homeotic gene and murine Hox genes 
(Whiting et al.), 2048-2059 
posterior organizing center, tud locus 
(Golumbeski et al.), 2060-2070 
sensory organ (Skeath and Carroll), 
984-995 
similar information in antennal and 
leg imaginal discs (Wagner- 
Bernholz et al.), 2467-2480 
thoracic imaginal disc cells (Williams 
et al.), 2481-2495 
PEP (protein on ecdysone puffs), Droso- 
phila, association with active 
ecdysone puffs (Amero et al.), 
188-200 
Peptide structure, recognition by argin- 
ine-rich peptides (Calnan et al.}, 
201-210 
Petunia hybrida, trans-splicing of nad1l 
(Conklin et al.), 1407-1415 


Phage shock protein (psp) operon, E. 


coli a regulates expression 


(Weiner et al.), 1912-1923 
Pheromone response, S. cerevisiae 
myristoylation of Gpal (Stone et al.), 
1969-1981 
phosphorylation of yeast STE12 pro- 
tein (Song et al.), 741-750 
Pheromone response pathway 
and SCG1 guanine nucleotide-binding 
domain mutants (Kurjan et al.), 
475-483 
and yeast receptor interactions (Hirsch 
et al.), 467-474 
Phosphoprotein pp40, and DNA-binding 
activity of Rel protein and NF- 
«B (Kerr et al.), 1464-1476 
Phosphorylation, pheromone-dependent, 
of yeast STE12 (Song et al.), 
741-750 
Photomorphogenesis, Arabidopsis, cop1 
photoregulatory locus (Deng et 
al.), 1172-1182 
Photoreceptor cells, Drosophila, toxin- 
mediated ablation (Kunes and 
Steller), 970-983 
Phytohormone, role of IAA in plant de- 
velopment (Romano et l.), 
438-446 
Pigmentation, maize, trans-activation of 
anthocyanin (Goff et al.), 298- 
309 
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Pilin processing, V. cholerae, proteolytic 
removal of hydrophilic leader 
(Kaufman et al.), 1834-1846 

Pituitary-specific regulatory gene, GHF1 
(McCormick et al.), 1490-1503 

PKC. See Protein kinase C 

Plant 

development, role of IAA (Romano et 
al.), 438-446 

pararetrovirus, cauliflower mosaic vi- 
rus (CaMV), poly(A) signal (San- 
fag on et al.), 141-149 

Platelet-derived growth factor (PDGF), 
identification of retention se- 
quences (LaRochelle et al.), 
1191-1199 

Pollen development, promoter analysis 
of LAT tomato genes (Twell et 
al.), 496-507 

Polo gene, Drosophila, encodes protein 
kinase homolog region for mito- 
sis (Llamazares et al.), 2153- 
2165 

Poly(A). See Polyadenylation 

Polyadenylation 

activation, during Xenopus oocyte 
maturation (Paris et al.), 1697— 
1708 

and Drosophila dsx pre-mRNA pro- 
cessing (Ryner and _ Baker), 
2071-2085 

consensus sequence mutation, up- 
stream splicing inhibited (Niwa 
and Berget), 2086-2095 

effect of RNA secondary structure on 
(Brown et al.), 1277-1284 

signal, differences between vertebrate 
and plant signal (Sanfagon et 
al.), 141-149 

site, HIV-1, occlusion of (an der Glon 
et al.), 244-253 

tail 

functions synergistically with cap 
(Gallie), 2108-2116 
removal of, first step in decay pro- 
cess (Shyu et al.), 221-231 
Polypyrimidine tract-binding protein 

pre-mRNA splicing (Patton et al.), 
1237-1251 

and pre-splicesome complex (Gil et 
al.), 1224-1236 

Polytene chromosomes, Drosphila PEP 
zinc finger protein (Amero et 
al.), 188-200 

Position-effect variegation, Drosophila 
(Dreesen et al.), 331-340 

POU domain 

proteins, Pit-1 and Oct-1 heteromeric 
complex (Voss et al.}, 1309- 
1320 

transcription factors (Rosenfeld), 897— 
907 

PQ box, yeast, directs gene induction 
(Sengupta and Cochran), 1924— 
1934 

Prd. See Paired 


Pre-B ALL, human t (1;19) translocation 
and E2A-—Pbx1 fusion proteins 
(Kamps et al.), 358-368 

Pre-mRNA 

alternative splicing, adenoviral E1A, 
modulating factors (Gattoni et 
al.), 1847-1858 

alternative splicing, beta-tropomyosin 
(Guo et al.), 2096-2107 

processing, alternative splicing of 
mouse NCAM (Tacke and Gori- 
dis), 1416-1429 

splicesome assembly pathway, com- 
mited by ATP-independent 
complex (Michaud and Reed), 
2534-2546 

splicing 

polypyrimidine tract-binding protein 
(Patton et al.), 1237-1251 

relationship to nuclear structure and 
organization (Huang and Spec- 
tor), 2288-2302 

role of U2 RNA structure (Zavanelli 
and Ares), 2521-2533. See also 
Splicing 

Pre-splicesome complex, and pPTB bind- 
ing to polypyrimidine tract (Gil 
et al.), 1224-1236 

Premature termination codon, degrada- 
tion of transcripts (Leeds et al.), 
2303-2314 

Prenatal lethality, mice, caused by ec- 
topic expression of H19 gene 
(Brunkow and Tilgman}, 1092— 
1101 

Prolactin gene, Pit-1/Oct-1 heteromeric 
complex, induces promoter ex- 
pression (Voss et al.), 1309-1320 

Promoter 

activation, prolactin, Pit-1/Oct-1 het- 
eromeric complex induces ex- 
pression of (Voss et al.), 1309- 
1320 

activity, GATA-1 regulatory protein 
(Tsai et al.), 919-931 

of GHF1 gene, minimal sequence (Mc- 
Cormick et al.), 1490-1503 

Drosophila, reconstructed with syn- 
thetic oligonucleotides (Topol 
et al.), 855-867 

LAT tomato genes, pollen-specific en- 
hancer sequences and shared 
regulatory elements (Twell et 
al.), 496-507 

traps, transgenic mice, genetic screen 
(Friedrich and Soriano), 1513- 
1523 

Proneural clusters, Drosophila imaginal 
wing disc (Cubas et l.), 
996-1008 

Protein kinase C (PKC), fission yeast, 
staurosporine inhibition (Toda 
et al.), 61-73 

Protein kinase, encoded by fission yeast 
gene, confers staurosporine re- 
sistance (Toda et al.), 61-73 





Protein kinase homolog 
Drosophila polo gene product, re- 
quired for mitosis (Llamazares 
et al.), 2153-2165 
MEK1 yeast gene product, role in mei- 
osis (Rockmill and Roeder}, 
2392-2404 
Protein—protein interactions 
between DNA-bound Sp] molecules 
(Su et al.), 820-826 
HLH and leucine zipper of TFE3 (Beck- 
mann and Kadesch), 1057-1066 
Zta-TFIID promoter complex (Lieber- 
man and Berk), 2441-2454 
Proto-oncogene. See also specific names 
c-kit, function in melanoblast progen- 
itors (Ray et al.), 2265-2273 
Rel (Kerr et al.), 1464-1476 
PRP24, U6-specific binding protein of 
RNP consensus family (Shan- 
non and Guthrie), 773-785 
pSC101 replication origin, DNA-protein 
interactions (Stenzel et al.), 
1453-1463 
Pseudo-templated transcription, in 
prokaryotes and _ eukaryotes 
(Jacques and Kolakofsky), 707— 
713 
Purkinje cell protein 2 (Pcp-2), expres- 
sion in cerebellar compart- 
ments (Vandaele et al.), 1136— 
1148 


R 


RAP] 
DNA-binding protein, role of in yeast 
cell-type determination (Kurtz 
and Shore), 616-628 
yeast telomere-binding protein (Liu 
and Tye), 49-59 
Ras gene 
C. elegans dominant-negative muta- 
tions of (Han and Sternberg}, 
2188-2198 
Dictyostelium, spatial expression 
(Esch and Firtel), 9-21 
Ras oncogene, inhibition of signaling 
pathway (Bortner et al.,1777- 
1785 
Rat embryo fibroblasts, transformed by 
p53 mutant (Martinez et al.), 
151-159 
Receptor 
gene, Dictyostelium cAMP (Saxe III et 
al.), 1-8 
interactions, yeast, with pheromone 
receptors (Hirsch et al.), 
467-474 
tyrosine kinase, FGF-R_ subclass 
(Glazer and Shilo), 697-705 
Recombinant knots, Hin-generated site- 
specific DNA _ recombination 
(Heichman et al.}), 1622-1634 
Recombination 


germ-line intrachromosomal (Wilkie 
et al.), 38-48 

hot spot, germ-line mosaicism in 
Myk-103 male mice (Wilkie et 
al.), 38-48 

illegitimate, model for T-DNA inte- 

(Gheysen et al.}, 


gration 
287-297 
isotype switching (Williams and Mai- 
zels), 2353-2361 
sites, Hin, alignment of (Moskowitz et 
al.), 1635-1645 
Rel protein, DNA-binding activity of 
(Kerr et al.), 1464-1476 
RepA, plasmid-encoded initiator protein 
(Stenzel et al.), 1453-1463 
Replication 
factor-A (RF-A), S. cerevisiae (Brill and 
Stillman), 1589-1600 
initiation, and yeast MCM1 factor 
(Christ and Tye), 751-763 
origin, pSC101, preinitiation complex 
(Stenzel et al.), 1453-1463 
termination of (Sista et al.), 74-82 
Repression 
of transcription, by trans-activator 
BPV-1 E2 (Dostatni et al.), 
1657-1671 
upstream repression site-binding fac- 
tor (UESF) (Park and Craig), 
1299-1308 
Retention sequences, identification of in 
PDGF (LaRochelle et al.), 1191- 
1199 
Retinal bipolar neurons, Pcp-2 expres- 
sion (Vandaele et al.), 1136— 
1148 
Retinoic acid {RA) 
and mesodermal patterning in Xeno- 
pus embryos (Altaba and Jes- 
sell), 175-187 
mouse, role in anterior—posterior pat- 
terning along body axis (Rossant 
et al.), 1333-1344 
perturbs Xenopus mesoderm (Sive and 
Cheng), 1321-1332 
receptor (RAR), Xenopus laevis (El- 
linger-Ziegelbauer and Dreyer), 
94-104 
Retrotransposons, expression in ste- 
roidogenic cells (Schiff et al.), 
521-532 
Retrovirus 
integration site, Fli-1, member of ets 
gene family (Ben-David et al.), 
908-919 
RNA, control of balanced splicing (Fu 
et al.), 211-220 
transcription, HIV-1 poly(A) site (an 
der Glon), 244-253 
Rev, effect of on HIV-1 translation (Ar- 
rigo and Chen), 808-819 
Rhizobium meliloti, exoD mutants are 
alkali sensitive (Reed and 
Walker), 2274-2287 
Ribosmal proteins, mouse, translation of 


mRNAs (Hammond et l.), 
1723-1736 
RME] gene, yeast, encodes zinc finger 
protein prepressed by al-a2 (Co- 
vitz et al.), 1982-1989 
RNA 
editing, of Petunia nad1 transcript 
(Conklin et al.}, 1407-1415 
elongation, inhibited on chromatin 
templates (Izban and Luse), 
683-696 
loop-binding protein, of HIV TAR 
(TRP-185) (Wu et al.), 2128— 
2140 
polymerase I 
xUBF transcription factor, domains 
of (McStay et al.), 1957-1968 
polymerase II 
CTD domain and transcription ini- 
tiation (Liao et al.), 2431-2440 
elongation chromatin templates 
(Izban and Luse}, 683-696 
products, encoded by mouse H19 
gene (Brunkow and Tilgman), 
1092-1101 
transcription initiation (Timmers 
and Sharp), 1946-1956 
polymerases II and III, and A/T-rich re- 
gion of human U6 promoter 
(Lobo et al.), 1477-1489 
processing 
alternative splicing of beta-tropo- 
mysoin pre-mRNA (Guo et al.}, 
2096-2107 
nuclear RNase MRP, multisite pro- 
cessing (Karwan et al.), 1263— 
1276 
regulation of Drosophila dsx pre- 
mRNA (Ryner and Baker), 
2071-2085 
relationship between polyadenyla- 
tion and splicing (Niwa and Ber- 
get), 2086-2095 
3’-end maturation of mammalian 
histone pre-mRNAs (Bond et 
al.), 1709-1722 
secondary structure, and polyadenyla- 
tion (Brown et al.}, 1277-1284 
self-splicing, protein facilitation of 
(Gampel and Cech), 1870-1880 
splicing 
Neurosopora mitochondria (Kittle 
Jr. et al.), 1009-1021 
post transcriptional regulation of 
Drosophila sex-lethal gene 
(Bopp et al.), 403-415 
retroviral, control of balanced splicing 
(Fu et al.), 211-220 
RNA-binding proteins 
arginine-rich sequences and RNA rec- 
ognition (Calnan et l.), 
201-210 
and pre-mRNA splicing (Patton et al.), 
1237-1251; (Gil et al.), 1224— 
1236 
recognize TAR element and affect Tat 
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transcription (Sheline et al.), 
2508-2520 

RNase MRP, nuclear multisite process- 
ing (Karwan et al.), 1263-1276 

rNFIL-6 transcription factor, cAMP in- 
duction (Metz and Ziff), 1754— 
1766 

RNP motif, yeast, PRP24 proteins (Shan- 
non and Guthrie), 773-785 

rodA, a new Aspergillus developmental 
gene (Stringer et al.), 1161-1171 

Rodlet layer, outer hydrophobic wall 
layer of conidiophore cells and 
spores (Stringer et al.), 1161— 
1171 

Runt gene, Drosophila segmentation 
gene, and 


S 


Saccharomyces cerevisiae. See also 
Yeast 
cell cycle, CLN function (Lahue et al.), 
22166-2175 
cell cycle-regulated transcription of 
HO (Breeden and Mike- 
sell}, 1183-1190 
cold-sensitive mRNA splicing mutant 
(Strauss and Guthrie), 629-641 
DNA replication and genes MCM2 
and 3 (Yan et al.), 944-957 
genes involved in kinetochore func- 
tion, Shero and Hieter,549-—560 
HO gene activation (Taba et al.), 2000— 
2013 
interacting DNA replication genes 
(Hennessy et al.), 958-969 
mating response pathway, myristoyla- 
tion of Gpal (Stone et al.}, 
1969-1981 
MCM1 transcription factor activates 
Swl5 transcription (Lydall et 
al.), 2405-2419 
meiosis, function of MEK] gene prod- 
uct (Rockmill and Roeder), 
2392-2404 
meiotic control by zinc finger protein 
homolog (Covitz et al.), 1982- 
1989 
novel U6 snRNP protein, PRP24 pro- 
tein (Shannon and Guthrie), 
773-785 
replication factor-A (RF-A) genes (Brill 
and Stillman), 1589-1600 
role of Ul snRNP in splice site selec- 
tion (Goguel et al.), 1430-1438 
role of RAP1 in cell-type determina- 
tion (Kurtz and Shore), 616—628 
telomere-binding proteins (Liu and 
Tye), 49-59 
Salm Drosophila locus, Antp target gene 
(Wagner-Bernholz et al.), 2467- 
2480 
Salmonella 
Hin recombination system (Heichman 
et al.), 1622-1634 
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Hin-mediated site-specific recombina- 
tion (Moskowitz et al.), 1635- 
1645 
Sc. See Scute 
SC-35, non-snRNP splicing factor 
(Huang and Spector), 2288-2302 
Schizosaccharomyces pombe. See also 
Fission yeast 
fbp1 gene, repression of transcription 
by cAMP (Hoffman and Win- 
ston), 561-571 
sexual development, transcription fac- 
tor (Stell) with HMG motif 
(Sugimoto et al.), 1990-1999 
Scid mice, TCR delta recombination in 
thymocytes (Carroll and 
Bosma), 1357-1366 
Scute (sc) gene expression, Drosophila 
(Cubas et aal.), 996~-1008; 
(Skeath and Carroll), 984—995 
Segment-polarity genes, Drosophila, reg- 
ulation by pair-rule gene (Mor- 
rissey et al.), 1684-1696 
Segmentation gene, Drosophila 
eve, autoregulation of (Jiang et al.), 
265-277 
and gap proteins hb and kr (Zuo et al.), 
254-264 
hairy stripe elements (Riddihough and 
Ish-Horowicz), 840-854 
pair-rule ftz (Topol et al.}, 855-867 
runt (Duffy and Gergen), 2176-2187 
transition between pair-rule and seg- 
ment-polarity gene (Morrissey 
et al.), 1684-1696 
and wimp mutation (Parkhurst and 
Ish-Horowicz), 341-357 
Sensory organ 
development, Drosophila (Cubas et 
al.), 996-1008 
identity, Drosophila, transformation 
of (Bochlinger et al.), 1124-1135 
pattern formation. See Pattern forma- 
tion 
Septation, B. subtilis and ftsZ cell divi- 
sion gene (Beall and Lutken- 
haus), 447-455 
Sequencing, new genomic method, foot- 
printing of TTR control ele- 
ments (Mirkovitch and Dar- 
nell), 83-93 
Sex determination, Drosophila 
doublesex gene (Mattox and Baker), 
786-796; (Ryner and Baker), 
2071-2085 
runt gene necessary for sex-lethal ex- 
pression (Duffy and Gergen), 
2176-2187 
sex-lethal gene (Bopp et al.), 403-415 
Sex-lethal (Sx1) sex determining gene, 
Drosophila, activation of (Duffy 
and Gergen), 2176-2187 
Sexual development, S. pombe Stell 
protein transcription factor, 
HMG motif (Sugimoto et al.), 
1990-1999 


SFF transcription factor, yeast, and SW15 
transcription (Lydall et al.), 
2405-2419 

Sh. See Shaker 

Shaker gene complex (ShC), Drosophila, 
haploletal (HL) region (Barbas et 
al.), 132-140 

Short-range repression, Drosophila stripe 
expression (Small et al.), 827-839 

Sigma factor 

B. subtilis, spoIVB gene (Cutting et 

al.), 456-466 

controls stress-induced expres- 

sion of E. coli psp operon 

(Weiner et al.), 1912-1923 

Signal transduction 

in Arabidopsis photomorphogenesis 
(Deng et al.), 1172-1182 

B. subtilis, spoIVB gene (Cutting et 
al.), 456-466 

Dictyostelium ras gene (Dd-ras) (Esch 
and Firtel), 9-21 

mechanism, conservation of (Cherbas 
et al.), 120-131 

mediated by CSF-1R, effect of ras?! 
products on (Bortner et 
al.,1777-1785 

Signaling, intercellular, and mouse Wnt 
gene family (Roelink and 
Nusse}, 381-388 

Single-copy gene analysis, Zhang and 
Gralla procedures (Pfeifer and 
Riggs), 1102-1113 

Single-stranded DNA-binding protein, 
human RF-A (Brill and Still- 
man), 1589-1600 

Site-specific cleavage, RNA processing 
(Karwan et al.), 1263-1276 

Site-specific recombination, Hin system 
(Moskowitz et al.), 1635-1645 

SL RNA, T. brucei, interactions with U 
snRNAs (Watkins and Agabian), 
1859-1869 

SNA binding, DNA looping by Sp1 pro- 
tein (Su et al.), 820-826 

snail zygotic gene, Drosophila, mutants 
of (Rao et al.), 1577-1588 

snRNA genes, human U6, transcription 
factor IID binding vs. nonbind- 
ing (Lobo et al.), 1477-1489 

snRNAs, U4/U6 interaction (Shannon 
and Guthrie), 773-785 
snRNP 
protein, yeast, PRP24 protein (Shan- 
non and Guthrie), 773-785 
purified HeLa [U4/U6.U5] tri-snRNP 
complexes (Behrens and Lihr- 
mann), 1439-1452 
U7, base pairing with HDE of mamma- 
lian histone pre-mRNAs (Bond 
et al.), 1709-1722 

Somatic pairing, in Drosophila brown 
gene region (Dreesen et al.}, 
331-340 

Somites, Xenopus, cardiac actin expres- 
sion (Taylor et al.), 1149-1160 


(0°), 





Spl 
protein, DNA looping (Su et al.), 820— 
826 
transcription factor, activation do- 
mains of (Pascal and Tiian), 
1646-1656 
Spatial expression, of Dictyostelium ras 
gene (Dd-ras) (Esch and Firtel), 
9-21 
Spatial regulation, murine Hox-2.6 gene 
expression (Whiting et l.), 
2048-2059 
Sperm motility gene, inactivation of 
(Merlino et al.), 1395-1406 
Spermatogenesis, transgenic mice (Mer- 
lino et al.), 1395-1406 
Spermatogonial stem cells, MyK-103 
transgenic mice, recombina- 
tional hotspot (Wilkie et al.), 
38-48 
Splice site selection 
rat alpha-tropomyosin, branchpoint/ 
polypyrimidine tracts (Mullen 
et al.), 642-655 
yeast, role of U2 snRNP (Goguel et al.}, 
1430-1438 
Spliceosome. See also splicing 
Spliceosome 
assembly 
pathway, ATP-independent com- 
plex commits pre-mRNA 


(Michaud and Reed), 2534-2546 
and U2 snRNA conformation (Zav- 


anelli and Ares), 2521-2533 
[U4/U6.U5] tri-snRNP complex (Beh- 
rens and Liihrmann), 1439-1452 
Splice site, 3’, K lactis ACT intron, crit- 
ical positioning requirement 
(Deshler and Rossi), 1252-1263 
Splice site, 5‘, mouse NCAM, regulation 
of exon 18 (Tacke and Goridis), 
1416-1429 
Splicing. See also alternative splicing 
3’ splice-site selection (Deshler and 
Rossi), 1252-1263 
alternative, of beta-tropomyosin pre- 
mRNA (Guo et al.}, 2096—2107 
avian retrovirus RNA, role of branch- 
point and 3’-exon sequences (Fu 
et al.), 211-220 
cold-sensitive mutant of S. cerevisiae 
(Strauss and Guthrie), 629-641 
dependence on polyadenylation sig- 
nals (Niwa and Berget), 2086— 
2095 
factors, snRNPs and non-snRNPs (SC- 
35) (Huang and Spector), 2288— 
2302 
pre-mRNA, catalytic role of U6 RNA 
(Tani and Ohshima), 1022-1031 
pre-splicesome complex (Gil et al.}, 
1224-1236 
protein facilitation of RNA self-splic- 
ing (Gampel and Cech), 1870— 
1880 
regulation of Drosophila dsx pre- 


mRNA processing (Ryner and 
Baker), 2071-2085 
and snRNPs (Behrens and Liihrmann), 
1439-1452 
and steric interference between splice 
sites (Black), 389-402 
yeast, U4/U6 interaction (Shannon 
and Guthrie), 773-785 
Spores, Aspergillus developmental gene 
rodA, required for formation of 
rodlet layer (Stringer et al.), 
1161-1171 
Sporulation 
B. subtilis 
asymmetric septation (Beall and 
Lutkenhaus), 447-455 
spoIVB gene (Cutting et al.), 
456-466 
yeast, meiotic gene expression (Neige- 
born and Mitchell), 533-548 
SRE (serum response element), of c-fos, 
cAMP dependent activation of 
(Metz and Ziff), 1754-1766 
SRF-related proteins, DNA-binding 
properties of (Pollock and Treis- 
man), 2327-2341 
START-specific HO activation, yeast 
(Taba et al.), 2000-2013 
Stationary phase, yeast, mRNA levels 
(Choder), 2315-2326 
Staurosporine, fission yeast, inhibition 
of protein kinase C (Toda et al.), 
60-73 
Stell protein, S. pombe transcription 
factor (Sugimoto et al.), 1990— 
1999 
STE12 protein, yeast, pheromone-depen- 
dent phosphoryation (Song et 
al.), 741-750 
Stem cells. See also embryonic stem 
cells 
Stem-loop structure, HIV TAR RNA 
(Wu et al.), 2128-2140 
Steroid hormone receptor, HNF-4 (Tian 
and Schibler), 2225-2234 
Steroid hormones, Drosophila 
ecdysone action (Cherbas et al.}, 120— 
131 
ecdysone coordinates timing of E74 
(Karim and Thummel), 1067— 
1079 
Steroidogenic cells, retrotransposon ex- 
pression (Schiff et al.), 521-532 
Strand exchange, Salmonella Hin recom- 
bination system (Heichman et 
al.), 1622-1634 
Stress responsse, E. coli psp operon 
(Weiner et al.), 1912-1923 
Stripe elements, Drosophila 
pair-rule gene hairy (Riddihough and 
Ish-Horowicz), 840-854 
expression, fushi tarazu zebra-stripe 
(Topol et al.}, 855-867 
expression pattern, stripe 2 (Small et 
al.), 827-839 
Supercoiling, poly (dG)}-poly (dC) se- 


quence can form triplex DNA 
structure, length dependency 
(Kohwi and  Kohwi-Shige- 
matsu), 2547-2554 

SV40 T antigen, CT3 cytoplasmic local- 
ization mutant of (Jeoung et al.}, 
2235-2244 

SW14,6-DNA binding complex, yeast, 
HO activation (Taba et al.), 
2000-2013 

SWI4 transcription factor, yeast, re- 
quired for cell cycle regulation 
of HO transcription (Breeden 
and Mikesell), 1183-1190 

Switch recombination, LR1 candidate 
regulator (Williams and Mai- 
zels), 2353-2361 

Sxl regulation (Duffy and Gergen], 
2176-2187 

Synaptonemal complex, S. cerevisiae 
(Rockmill and Roeder), 2392-— 
2404 

Synergistic activation, by transcription 
factor Spl (Pascal and Tjian), 
1646-1656 


T 


T cells 
antigen receptor (TCR), alpha en- 
hancer, regulated by LEF-1 
(Travis et al.), 880-894 
Ig gene rearrangement (Schlissel et al.}, 
1367-1376 
receptors (TCR) genes, TCR delta re- 
combination in scid thymo- 
cytes (Carroll and Bosma}, 
1357-1366 
receptor Ca enhancer (TCRa en- 
hancer), regulation by T cell 
specific transcription factor 
TCF-la (Waterman et al.), 656— 
669 
-specific transcription factor, TCF-la 
with HMG motif (Waterman et 
al.), 656-669 
T-DNA, model for integration in plants 
(Gheysen et al.), 287-297 
TAR RNA 
stem-loop structure, HIV-1, loop and 
bulge residues (Sheline et al.), 
2508-2520 
Tat protein binding to (Calnan et al.), 
201-210; (Southgate and 
Green), 2496-2507 
Tat protein, HIV-1 
transcriptional activation by (South- 
gate and Green), 2496-2507 
transcriptional regulation effected by 
TAR RNA-binding factors (She- 
line et al.), 2508-2520 
Tat trans-activator protein, HIV, regu- 
lates TAR RNA-binding protein 
(Wu et al.), 2128-2140 
TATA box, replaces A/T region of hu- 
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man U6 promoter (Lobo et al.), 
1477-1489 
-binding protein (TBP), part of TFIID 
complex (Pugh and _ Tiian), 
1935-1945 
-independent, transcription from pro- 
moter, multisubunit TFIID 
complex required (Pugh and 
Tjian), 1935-1945 
recognition of by TFIID protein (Tim- 
mers and Sharp), 1946-1956 
TATA element 
and cell-type specific transcription 
(McCormick et al.), 1490-1503 
stabilization of TFIID binding by Zta 
(Lieberman and Berk), 2441- 
2454 
TATA-binding factor, TFIID, facilitates 
HSF binding to nucleosomal 
template (Taylor et al.), 1285— 
1298 
TBFa, yeast telomere-binding protein, 
binds yeast, Tetrahymena, and 
vertebrate sequences (Liu and 
Tye), 49-59 
TBF, yeast telomere-binding protein 
(Liu and Tye), 49-59 
TCP (toxin-coregulated pilus), V. chol- 
erae, biogenesis of (Kaufman et 
al.), 1834-1846 
TcpJ protein, V. cholerae pilin process- 
ing (Kaufman et al.), 1834-1846 
TEF (thyrotroph embryonic factor), new 
class of bZIP proteins (Drolet et 
al.), 1739-1753 
Telomere-binding proteins, yeast, TBFa, 
TBFB and RAP1 (Liu and Tye), 
49-59 
Temporal regulation 
C. elegans heterochronic genes (Arasu 
et al.), 1825-1833 
Drosophila embryo (Yasuda et al.), 
1800-1812 
Termination of replication, DNA (T)|- 
protein (ter) interaction (Sista et 
al.), 74-82 
Terminator protein (ter), interaction 
with DNA sequences (tau) 
(Sista et al.), 74-82 
Tetrahymena, histone changes during 
macronuclear inactivation (Lin 
et al.), 1601-1610 
TFE3 DNA-binding protein, b-HLH-zip 
region (Beckmann and Kade- 
sch), 1057-1066 
TFEB, DNA-binding factor, HLH/leu- 
cine-zipper family (Fisher et al.), 
2342-2352 
TFIID complex 
Gal4—Pro coactivators purified from 
(Tanese et al.), 2212-2224 
subunits of (Pugh and Tjian), 1935-1945 
TFIID protein, mammalian, two func- 
tionally distinct complexes 
(Timmers and Sharp}, 1946— 
1956 
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Thyroid hormone (T3/T4) receptor, 
c-erbA (Disela et al.), 2033- 
2047 
Thyroid stimulating hormone (TSH- 
beta), promoter, binding and 
trans-activation by TEF (Drolet 
et al.), 1739-1753 
Thyrotroph embryonic factor. See TEF 
TINA, Xenopus (Blanco et al.), 1737- 
1738 
Tissue-specific enhancer, adipocyte cells 
(Graves et al.), 428-437 
Tissue-specific expression, HNF-1 gene 
(Tian and Schibler), 2225-2234 
ThI. See Troponin I 
Tobacco (transgenic), auxin inactivation 
(Romano et al.), 438-446 
Toll transmembrane protein, Drosophila 
embryo, dorsal—ventral polarity 
(Schneider et al.), 797-807 
Tomato LAT genes, pollen-specific en- 
hancer sequences and shared 
regulatory elements (Twell et 
al.), 496-507 
Topoisomerase I, role in transcriptional 
repression (Choder), 2315-2326 
Toxin-mediated ablation, of Drosophila 
photoreceptor cells (Kunes and 
Steller), 970-983 
TPR motif, found in Drosophila crn gene 
and yeast cell cycle gene (Zhang 
et al.), 1080-1091 
Tra. See Transformer 
Tracheal development, and Drosophila 
FGF-R homolog (Glazer and 
Shilo), 697-705 
Trans-acting factors, modulation of ElA 
alternative splicing,modulating 
factors (Gattoni et al.), 1847- 
1858 
Trans-activation 
BPV-1 E2 protein, activator and repres- 
sor (Dosatni et al.), 1657-1671 
maize, of anthocyanin pigmentation 
(Goff et al.), 298-309 
Trans-inactivation element, at Droso- 
phila brown gene (Dreesen et 
al.), 331-340 
Trans-regulation, by Fos family mem- 
bers (Mumberg et al.), 1212— 
1223 
Trans-splicing 
events, required to produce mature Pe- 
tunia nad1 transcript (Conklin 
et al.), 1407-1415 
U snRNA interactions in T. brucei 
(Watkins and Agabian), 1859- 
1869 
Transcription 
activation, and yeast MCM1 factor 
(Christ and Tye), 751-763 
activation and repression (Ruezinsky 
et al.), 29-37 
antitermination, bacteriophage 
lambda (Nodwell and Green- 
blatt), 2141-2151 


complexes, phage lambda N protein 
and E. coli elongation factors 
(Mason and Greenblatt), 1504— 
15i2 
Drosophila 
activation and repression by gap pro- 
teins (Zuo et al.), 254-264 
effect of wimp mutation on 
(Parkhurst and Ish-Horowicz}, 
341-357 
factors 
AP-2, structure/function analysis 
(Williams and Tjian), 670-682 
b-HLH-zip region of TFE3 (Beck- 
mann and Kadesch), 1057-1066 
bZIP, new member TEF (Drolet et 
al.), 1739-1753 
E47, helix-loop-helix, activates 
gene rearrangement in T-cell 
line (Schlissel et al.), 1367-1376 
Elf-1, Drosophila embryogenesis, 
function in vivo (Bray and Kafa- 
tos), 1672-1683 
erythroid, GATA-1 (Tsai et al.), 919- 
931 
footprinting of TTR control ele- 
ments (Mirkovitch and Dar- 
nell), 83-93 
GHF1, pituitary specific (McCor- 
mick et al.}, 1490-1503 
helix-loop-helix ITF-1 and TFE3 
(Ruezinsky et al.), 29-37 
HNF-1, heterodimerization of (Men- 
del et al.), 1042-1056 
HSF and GAL4, differential binding 
to nucleosomal templates (Tay- 
lor et al.), 1285-1298 
IID (TFIID), specifies RNA polymer- 
ase II U6 transcript (Lobo et al.), 
1477-1489 
NF-«B (Kerr et al.), 1464-1476 
Oct-1, homeodomain recognized by 
HSV __trans-activator VP16 
(Stern and Herr), 2555-2566 
rNFIL-6, cAMP induction (Metz and 
Ziff), 1754-1766 
Spl, activation domains of (Pascal 
and Tjian), 1646-1656 
Spl, activation domains of (Pascal 
and Tjian), 1646-1656 
S. pombe Stell (Sugimoto et al.}, 
1990-1999 
Xenopus TFIIA (Blanco et al.), 1737— 
1738 
yeast MCM1 and SFF, and SW15 
transcription (Lydall et al.}, 
2405-2419 
pseudo-templated, in prokaryotes and 
eukaryotes (Jacques and Kola- 
kofsky), 707-713 Review 
TATA-independent TFIID complex 
containing TBP is essential for 
(Pugh and Tjian), 1935-1945 
Transcriptional activation 
Gal4—Pro coactivators (Tanese et al.), 
2212-2224 


$$ A LT 





by HIV-1 Tat protein (Southgate and 
Green), 2496-2507 
HNF-1 gene regulation (Tian and 
Schibler), 2225-2234 
muscle-specific by MyoD (Weintraub 
et al.), 1377-1386 
of mouse retrotransposons (Schiff et 
al.), 521-532 
role of RAP1 DNA-binding protein in 
yeast (Kurtz and_ Shore}, 
616-628 
Transcriptional activators, POU-domain 
family Pit-1 and Oct-1 (Voss et 
al.), 1309-1320 
Transcriptional control, attenuation of 
hsp70 transcription in HeLa 
cells (Abravaya et al.), 2117- 
2127 
Transcriptional enhancers, DNA-loop- 
ing model (Su et al.), 820-826 
Transcriptional repression, role of topoi- 
somerase I (Choder), 2315-2326 
Transformation 
of Drosophila sensory organ identity 
(Bochlinger et al.), 1124—1135 
by FosB (Mumberg et al.), 1212-1223 
hematopoietic cells (Metz and Graf), 
369-380 
Transformer (tra) and transformer-2 |tra- 
2) Drosophila genes, and dsx 
pre-mRNA processing (Ryner 
and Baker), 2071-2085 
Transformer-2 gene, Drosophila, auto- 
regulation of splicing (Mattox 
and Baker), 786—796 
Transforming growth factor-a (TGF-a), 
and epidermal development in 
transgenic mice (Vassar and 
Fuchs), 714-727 
Transgene 
mouse H19 gene constructs (Brunkow 
and Tilghman), 1092-1101 
RA response element—hsplacZ, ex- 
pression during mouse embryo- 
genesis (Rossant et al.), 1333- 
1344 
Transgenic mice 
ectopic expression of c-kit mini- 
gene (Ray et al.), 2265-2273 
epidermal development, role of TGF-a 
(Vassar and Fuchs), 714-727 
Hox-2.6 gene expression (Whiting et 
al.), 2048-2059 
immunoglobulin mu expression (Jenu- 
wein and Grosschedl)}, 932-943 
male MyK-103 line, germ-line intra- 
chromasomal recombination 
(Wilkie et al.), 38—48 
overexpression of glycerol 3-phosphate 
dehydrogenase, abnormal 
brown and white fat develop- 
ment (Kozak et al.), 2256-2264 
Pcp-2-lacZ expression in cerebellar 
compartments (Vandaele et al.), 
1136-1148 
promoter traps as genetic screen 


w42 


(Friedrich and Soriano), 1513— 
1523 
sterile male recessive mutant pheno- 
type (Merlino et al.), 1395-1406 
Translation 
inhibitors, and stability of c-myc 
mRNA (Wisdom and Lee}, 232- 
243 
HIV-1 RNAs, cytoplasmic accumula- 
tion (Arrigo and Chen), 808-819 
of mouse ribosomal protein mRNAs 
(Hammond et al.), 1723-1736 
and mRNA stability (Wisdom and 
Lee), 232-243 
premature termination codon (Leeds 
et al.), 2303-2314 
Translational control, of EGF receptor 
transgene during mouse sper- 
matogenesis (Merlino et al.), 
1395-1406 
Translational efficiency, mRNA, inter- 
dependence between cap struc- 
ture and poly(A) tail (Gallie), 
2108-2116 
Translocation t (1;19), E2A—Pbx1 fusion 
proteins (Kamps et al.), 358-368 
Transmission ratio distortion, male 
transgenic MyK-103 mice 
(Wilkie et al.), 38-48 
Transthyretin (TTR) gene, footprinting 
of transcription control ele- 
ments (Mirkovitch and Dar- 
nell), 83-93 
Triple-helix structure, dG.dG.dC, and al- 
tered gene expression (Kohwi 
and Kohwi-Shigematsu), 2547— 
2554 
Troponin I (TnI), encoded in Drosphila 
HL region (Barbas et al.), 132— 
140 
TRP RNA, HIV LTR, tat regulates bind- 
ing of TRP-185 (Wu et al.), 
2128-2140 
Trypanosoma brucei 
homologous recombination products 
in (Eid and _ Sollner-Webb), 
2024-2032 
trans-splicing, U snRNA interactions 
(Watkins and Agabian), 1859- 
1869 
tubB alpha-tubulin gene, A. nidulans 
sexual development (Kirk and 
Morris), 2014—2023 
tud. See Tudor 
tudor (tud) posterior-group gene, Droso- 
phila, mRNA localization dur- 
ing oogenesis (Golumbeski et 
al.), 2060-2070 
Tw. See Twist 
Twist 
determinant gene, Drosophila embryo, 
regulated by dorsal (dl) morpho- 
gen gradient (Jiang et al.), 1881— 
1891 
zygotic gene, Drosophila 
embryo, dorsal-dependent ventral 


actrivator region (Pan et al.}, 
1892-1901 
mutants of (Rao et al.), 1577-1588 
Tyrosyl-tRNA synthetase, mitochon- 
drial, Neurospora (Kittle Jr. et 
al.), 1009-1021 


U 


U1 snRNP, yeast, role in splice site se- 
lection (Goguel et al.), 1430— 
1438 
U2 snRNA 
and pre-spliceosome complex (Gil et 
al.), 1224-1236 
structure, role in pre-mRNA splicing 
(Zavanelli and Ares), 2521-2533 
[U4/U6.U5] tri-snRNP complexes, im- 
munoaffinity purification of 
(Behrens and Luhrmann), 1439- 
1452 
U6 
promoter, human, A/T-rich region 
(Lobo et al.), 1477-1489 
snRNA genes, mRNA type introns 
found in (Tani and Ohshima), 
1022-1031 
U7 snRNP, base pairing with HDE of 
mammalian histone pre-mRNA 
(Bond et al.), 1709-1722 
Ubx Drosophila gene, activation by Elf-1 
transcription factor (Bray and 
Kafatos), 1672-1683 
unc-86 gene, C. elegans homeo box-con- 
taining gene (Way et al.), 2199- 
2211 
UPF1 gene, yeast, and degradation of 
transcripts with premature stop 
codons (Leeds et al.}, 2303-2314 
Urogenital system, murine, and Wilms’ 
tumor gene WT1 (Pelletier et 
al.), 1345-1356 
UV cross-linking, of U snRNAs (Watkins 
and Agabian), 1859-1869 


Vv 


v-erbA oncoprotein, Overexpression ex- 
tinguishes c-erbA function (Dis- 
ela et al.), 2033-2047 

v-ets oncogene, transformation and dif- 
ferentiation (Metz and Graf), 
369-380 

v-myb oncogene, transformation and dif- 
ferentiation (Metz and Graf), 
369-380 

Vertebrate development, AP-2 transcrip- 
tion factor, regulator potential 
(Mitchell et al.), 105-119 

Vertebrate transcription factor. See also 
transcription factor 

Vestigial gene (vg), Drosophila, role in 
wing and haltere development 
(Williams et al.), 2481-2495 

Vg. See Vestigial 
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Vibrio cholerae, pilin processing, SecA- 
independent proteolytic cleav- 
age (Kaufman et al.}, 1834-1846 

Viral trans-activator, HIV Tat protein 
(Calnan et al.), 201-210 

Virus induction, blocked by zinc-finger 
protein PRDI-BFF! (Keller and 
Maniatis), 868-879 

Visual system development, Drosophila 
(Kunes and Steller), 970-983 

VL30 elements, murine retrotransposon 
family, Schiff et al.,521-532 

VP16 transactivator, of HSV, recognizes 
Oct-1 homeodomain (Stern and 
Herr), 2555-2566 

Vulval differentiation, C. elegans, role of 
let-60 ras gene (Han and Stern- 
berg), 2188-2198 


W 


W murine locus, allelism with c-kit (Ray 
et al.), 2265-2273 

Wilms’ tumor gene WT], recessive on- 
cogene involved in murine uro- 
genital system (Pelletier et al.), 
1345-1356 

Wimp, Drosophila, dominant maternal- 
effect mutation (Parkhurst and 
Ish-Horowicz)}, 341-357 

Wnt gene family, Wnt-3 and Wnt-3A, 
mouse development (Roelink 
and Nusse}, 381-388 


X 


X chromosomes, chromatin structure of 
active (Xa) and inactive (Xi) (Pfe- 
ifer and Riggs), 1102-1113 
Xenopus laevis 
embryonic muscle MyoD develop- 
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ment, and cardiac actin expres- 
sion (Taylor et al.), 1149-1160 

embryos, mesodermal patterning by 
retinoic acid (Altaba and Jes- 
sell), 175-187 

RA perturbs mesoderm (Sive and 
Cheng), 1321-1332 

retinoic acid receptor (RAR) (Ellinger- 
Ziegelbauer and Dreyer), 
94-104 

TFIIIA substitution (Blanco et al.), 
1737-1738 upstream binding 
factor (xUBF) dimerization do- 
main (McStay et al.), 1957-1968 


2 g 


Yeast. See also Saccharomyces cerevi- 

siae 

alpha2 repressor, homeo domain of 
(Phillips et al.), 764—772 

CBP2 protein binding to mitochon- 
drial group I intron (Gampel and 
Cech), 1870-1880 

HML silencer (Mahoney et al.), 605— 
615 

MATal mediated gene activation 
(Sengupta and Cochran), 1924— 
1934 

MCM1 transcription/replication factor 
(Christ and Tye), 751-763 

meiotic activation by MCK1 kinases, 
Neigeborn and Mitchell, 533- 
548 

pheromone response pathway (Hirsch 
et al.), 467-474 

RNA polymerase II CTD domain, 
transcription initiation (Liao et 
al.), 2431-2440 

SCG1 guanine nucleotide-binding do- 
main mutants (Kurjan et al.), 
475-483 


stationary phase, mRNA levels 
(Choder), 2315-2326 

STE12 protein, pheromone-dependent 
phosphorylation of (Song et al.), 
741-750 

TPR motif of cell cycle genes (Zhang 
et al.), 1080-1091 

U2 RNA structure, role in preemRNA 
splicing (Zavanelli and Ares), 
2521-2533 
gene, and degradation of tran- 
scripts with premature stop 
codon (Leeds et al.}, 2303-2314 


Z 


Zein storage proteins, maize (Aukerman 
et al.), 310-320 
Zinc finger protein 
Drosophila 
glass gene (Moses and Rubin}, 583- 
593 
PEP, association with active ecdys- 
one-induced puffs (Amero et 
al.), 188-200 
snail gene product (Leptin), 1568- 
1576 
encoded by yeast RME1 gene (Covitz 
et al.), 1982-1989 
PRDI-BF1, repressor of beta-IFN ex- 
pression (Keller and Maniatis), 
868-879 
Zta trans-activator protein, encoded by 
Epstein-Barr virus, stabilizes 
TFIID binding to TATA ele- 
ment (Lieberman and Berk), 
2441-2454 
Zygotic genes, Drosophila 
snail and twist mutants (Rao et al.), 
1577-1588 
twist and snail (Leptin), 1568-1576 








